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sequence "Y° 104-10S bases 

GGCCTCCCCGGGGTCGGCGTCCGGCT66GGTTGAGGGCGGCCGGGGGGAACCAG 
GlyLeuProGlyValGlyValArgLeuGlyLeuArgAlaAlaGlyGlyAsnGln 
AlaSerProGlySerAlaSerGlyTrpGly * GlyArgProGlyGlyThrSer 

ProProArgGlyArgArgProAlaGlyValGluGlyGlyArgGlyGluProAla 

CGACATGCGGAGAGCAGCGCAGGCGACTCAGGGCGCTTCCCCCGCAGGTG 
ArgHisAlaGluSerSerAlaGlyAspSerGlyArgPheProArgArg 
AspMetArgArgAlaAlaGlnAlaThrGlnGlyAlaSerProAlaGly 
ThrCysGlyGluGlnArgArgArgLeuArgAlaLeuProProGlnVal 

sequence "1" 38 bases 

GTGGCTGTGCTTTGGTTTAACTTCCnTTTAACCAGAA 
ValAlaValLeuTrpPheAsnPheLeuPheAsnGlnLys 

sequence "/ 36 bases 

GTGGATGTGACGGGCGCGTACGACACCATCCCCCAG 

ValAspValThrGlyAlaTyrAspThrlleProGIn 

sequence '/" 182 bases 

GTCTCTACCTTGACAGACCTCCAGCCGTACATGCGACAGTTCGTGGCTCACCTG 
ValSerThrLeuThrAspLeuGlnProTyrMetArgGlnPheValAlaHisLeu 

CAGGAGACCAGCCCGCTGAGGGATGCCGTCGTCATCGAGCAGAGGTCCTCCCTG 
GlnGluThrSerProLeuArgAspAlaValVallleGluGlnSerSerSerLeu 

AAT6AGGCCAGCAGTGGCCTCTTCGACGTCTTCCTACGCTTCATGTGCCACCAC 
AsnGluAlaSerSerGlyLeuPheAspValPheLeuArgPheMetCysHisHis 

GCCGTGCGCATCAGGGGCAA 
AlaValArglleArgGlyLys 



partial sequence "2° unknown length 

GTGAGCGCACCTGGCCGGAAGTGGAGCCTGTGCCCGGCTGGGGCAGGTGCTGCTGCAG 
Ter 

GGCCGTTGCGTCCACCTCTGCTTCC6TGTGGGGCAGGCGACTGCCAATCCCAAAGGGT 
CAGATGCCACAGGGTGCCCCTCGTCCCATCTG6GGCTGAGCACAAATGCATGTTTGTG 
TGG6AGTGAGGGTGCGTCACAACGGGAGCAGTTTTCTGTGCTATTTTGGTAA. 



Fig, lOA 



